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(A)	Estimates	 for	 the	 time	 in	 the	home	 cell	 for	 the	 susceptible	 population	 and	 cases.	 (B)	














model,	 green)	 with	 inferences	 when	 we	 use	 a	 maximum	 number	 of	 40	 transmission	
generation	(red	cross).	(A)	Estimates	for	the	time	in	home	cell	for	the	susceptible	population	
and	cases.	(B)	Exponents	for	all	cases,	recent	homotypic	cases	and	recent	heterotypic	cases	










Supplementary	 Figure	 10.	 Human	 mobility	 data	 from	 SMILI	 project	 (N=2011	
individuals).	 (A)	Proportion	of	 individuals	 that	 reported	having	not	 travelled	more	 than	
1km	within	the	last	7	days	by	5	year	age	group	with	95%	confidence	intervals.	(B)	Proportion	
of	the	population	by	five-year	age	group	that	is	susceptible	to	infection	(completely	naive	or	




representing	 95%	 confidence	 intervals	 and	 are	 calculated	 from	 all	 2011	 individuals.	 (D)	










Supplementary	 Figure	 11:	 Sensitivity	 analysis	 where	 assume	 different	 forces	 of	
infections.	Estimates	of	the	proportion	of	infections	that	are	between	individuals	of	within	2	
years	difference	 in	age.	The	 red	 line	 represents	 the	 scenario	where	 there	 is	no	difference	
across	 all	 age	 groups	 and	 is	 the	 lowest	 possible	 value	 that	 can	 be	 taken.	 All	 uncertainty	













all	 cases,	 recent	 homotypic	 cases	 and	 recent	 heterotypic	 cases	 and	 (C)	 exponent	 for	 the	
mosquito	suitability	estimate.	All	uncertainty	estimates	are	calculated	from	100	bootstrap	
resamples.	 The	 boxplots	 represent	 the	 mean	 estimate,	 with	 the	 bounds	 of	 the	 box	








Supplementary	 Figure	13:	 Performance	of	model	 using	 simulated	data	with	known	
parameter	 values.	 (A)	Comparison	 of	mean	 and	 95%	 range	 of	 estimates	 (red)	 from	 20	
simulations	with	true	values	(black	cross)	when	appropriately	accounting	for	spatiotemporal	







Supplementary Figure 14. (A) Relative risk of movement of virus to each province 
compared to moving to a randomly selected province in a single transmission generation. 
The black dots represent the 10 largest cities in Thailand. (B) Relative risk of movement 
of virus to each grid cell within central Bangkok after a single generation. 
  
 
Supplementary Figure 15 
 
Supplementary Figure 15. Correlation in spread across serotypes. The probability of 
the likeliest non-home location being the same across serotypes in Bangkok and across 
provinces after a single transmission step (purple for Bangkok and dark green for 








scenarios	 relative	 to	 that	 in	 the	 base	model	 after	 (B)	one	 generation	 (C)	10	 generations	







bounds	 of	 the	 box	 representing	 25%	 and	 75%	 quantiles	 and	 the	 minima	 and	 maxima	







Supplementary	 Figure	 17.	 Sensitivity	 analysis	 using	 reproduction	 numbers	 drawn	
from	 a	 negative	 binomial	 distribution.	We	 repeat	 the	 analyses	 in	 S11	 but	 instead	 the	
number	 of	 daughter	 infections	 is	 drawn	 from	 a	 negative	 binomial	 distribution	 with	
dispersion	size	of	1.	Reff	is	fixed	at	1.3	in	both	the	models	that	use	a	Poisson	distribution	and	
the	models	that	use	a	Negative	Binomial	distribution.	All	uncertainty	estimates	are	calculated	
from	100	repeated	simulations.	The	boxplots	represent	the	mean	estimate,	with	the	bounds	
of	the	box	representing	25%	and	75%	quantiles	and	the	minima	and	maxima	representing	
95%	confidence	intervals.	
